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3.3.3.1 The"atomic"scattering"factor"Considering"the"net"electromagnetic"wave"resulting"from"atomic"x:ray"scattering,"which"is"the"emitted"photon,"it"is"important"to"take"the"particle:wave"dualism"of"photons"into"account."In"this"context,"X:ray"radiation"can"be"conceptualized"as"photons"travelling"in"wave:packets."This"means"that,"within"the"coherence"length"of"a"given"X:ray"source"(several"micrometers"for"synchrotrons),"all"electrons"will"be"induced"to"oscillate"coherently,"giving"them"a"fixed"phase"relationship,"and,"in"consequence,"a"fixed"phase"relation"between"all"scattered"waves."This"relation"represents"the"phase"difference"Δφ"of"two"waves"scattered"by"two"electrons"and"is"given"by"∆! = 2!! ∙ !"
Equation(1(with"!"being"the"scattering"vector"and"!"the"distance"vector"between"the"electrons"the"scattered"waves"originate"from."To"obtain"the"wave"FS"scattered"by"an"atom,"all"the"waves"of"the"form"exp(iφ)"originating"from"the"volume"element"ρ(r)"within"the"volume"of"the"atom"(Vatom)"are"integrated,"yielding"!! = !(!!!"#$! ) exp 2!"!! !!."










!! = !!,!!"#$%!!! exp!(2!"!!!)"
Equation(4(For"a"continuous"electron"density"this"sum"becomes"an"integral"and"can"be"expressed"as:"











!! = !!,!!!"#$%!!! exp!(2!"ℎ!!)"
Equation(6(The"exponential"term"of"the"structure"factor"equation"describes"the"contribution"of"a"partial"wave"scattered"at"atom"j.,It"contains"the"relative"phase"angle"of"the"partial"wave,"which"depends"solely"on"the"direction"of"scattering,"ℎ,"and"on"the"position"of"the"atom"j"relative"to"the"origin,"given"by"the"fractional"coordinate"xj."Equation"5"describes"the"atomic"scattering"factors"as"a"reciprocal"space"representation"(Fourier"transformation)"of"the"electron"density"of"a"single"molecule."The"same"correspondence"exists"between"the"electron"density"of"an"entire"crystal"unit"cell"and"its"scattering"function,"the"complex"structure"factor"FS."Here"the"integration"extends"over"the"entire"unit"cell"volume:""!! != ! ! exp (2!"#$) dr = FT! ! ! !!!"##! "
Equation(7(This"equation"(Equation"7)"is"fundamental"to"X:ray"crystallography,"since"it"constitutes"the"basis"for"the"reconstruction"of"the"electron"density"of"a"molecule"in"a"crystal"from"the"crystal’s"X:ray"diffraction"pattern."Accordingly"the"scattering"function"(or"the"complex"structure"factor"FS)"represents"the"Fourier"transform"of"the"electron"density"present"in"a"crystal’s"unit"cell,"which"can"be"calculated"as"a"summation"over"all"structure"factors"Fhi"sampled"in"all"reflections"with"the"reciprocal"lattice"index"vectors"ℎ! !and"the"reciprocal"lattice"coordinates"h,k,l.""















3.3.5.2 Ewald"sphere"Another"way"of"visualizing"diffraction"conditions"is"the"Ewald"construction."This"model"is"based"on"the"same"geometric"considerations"as"the"Bragg"equation"and"relates"the"real"space"crystal"lattice,"defined"by"dhkl,"to"its"counterpart"in"reciprocal"space"that"is"characterized"by"d*hkl.""!!,!,!∗ = 1!!,!,! "











!(!) = !!!!!!!! exp 2!" ℎ! + !"(ℎ) "


























! ! = ! !(!)!(! + !)! !! = !! ! !⨂!!(−!)!"
Equation(14 The"value"of"the"function"P(u)"(Equation"14)"becomes"large"when"the"electron"density"ρ"is"high"at"both"points"r"and"r+u,"which"is"the"case"when"both"points"coincide"with"atomic"positions."Peaks"in"a"graphical"plot"of"the"Patterson"function,"the"Patterson"map,"hence"represent"interatomic"distance"
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Quality(indicators(for(unmerged(data(sets(Prior"to"merging"equivalent"reflections,"there"are"several"statistics"providing"a"valuable"source"of"information"about"the"quality"of"a"data"set."The"first"criterion"is"the"redundancy"of"the"data."Since"X:ray"diffraction"data"collection"is"to"some"extent"influenced"by"counting"statistics,"the"averaged"measurement"should"become"more"accurate"as"more"individual"measurements"are"made."A"highly"redundant"data"set"will"therefore"be"intrinsically"of"higher"quality"than"a"data"set"in"which"every"reflection"has"only"been"measured"once."Data"collected"from"crystals"exhibiting"low"space"group"symmetry"typically"have"lower"redundancies"as"more"reflections"need"to"be"recorded"to"yield"a"complete"data"set"(Weiss,"2001)."Crystallographic"data"quality"has"long"been"assessed"by"the"merging"R:factor"Rmerge"(originally"Rsym),"which"measures"the"spread"of"n"independent"measurements"of"the"intensity"of"a"reflection,"Ii(hkl),"around"their"average"I(hkl)"!!"#$" = ! ℎ!" !! ℎ!" − !!(ℎ!")!!!!ℎ!" !!(ℎ!")!!!! "
Equation(17(Adjusting"Rmerge"by"a"factor"of"n/(n,–,1)"yields"values"that"are"independent"of"the"multiplicity"and"this"multiplicity:corrected"version,"called"Rmeas,"reliably"reports"on"the"consistency"of"the"individual"measurements"(Diederichs"&"Karplus,"1997)."A"further"variant,"Rpim,"reports"on"the"expected"precision"of"I((hkl)"and"is"lower"by"a"factor"of"1 !"compared"with"Rmeas"(Weiss,"2001,"Karplus"&"Diederichs,"2012)."Data"typically"have"been"used"to"be"truncated"at"a"resolution"before"the"Rmerge,(or"Rmeas)"value"exceeds"~0.6"to"0.8"and"before"the"empirical"signal:to:noise"ratio,"I/σ,"drops"below"~2.0."However,"in"2012,"Karplus"&"Diederichs"introduced"the"correlation"coefficient"CC½,as"a"new,"robust,"and"statistically"informative"quantity"for"defining"the"high:resolution"cut:off"of"a"given"data"set"replacing"the"hitherto:used"value"Rmeas."It"is"calculated"as"a"Pearson"correlation"coefficient"between"the"average"intensities"of"the"reflections"in"two"random"halves"of"the"measurements"of"each"unique"reflection"in"the"data"set."The"application"of"CC½"as"high"resolution"cut:off"allows"the"inclusion"of"weak"reflections"from"high"resolution"bins,"which"according"to"Karplus"&"Diederichs"still"contain"structural"information"and"contribute"to"improve"model"quality"(Karplus"&"Diederichs,"2012)."
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  6 7 8  9   11  13 23 
MurU_P.putidaKT2440             -----MKAMILAAGKGERMRPLTLHTPKPLVPVAGQPLIEYHLRALAAAG 45 
PA0597_P.aeruginosaPA01         -----MKAMILAAGRGERMRPTTLHTPKPLIEAAGVPLIERQLLALRQAG 45 
NMB1841_N.meningitidisMC58      -----MKAMILAAGRGERMRPLTDTTPKPLLDVAGKPLIGWHLCRLKQAG 45 
CC3536_C.crescentusCB15         MSQAPKIAMVLAAGLGTRMRPLTNDRPKALVEVAGKALIDHMLDRLVAAS 50 
                                       **:**** * **** *   **.*: .** .**   *  *  *. 
  52 
MurU_P.putidaKT2440             VTEVVINHAWLGQQIEDHLGDGSRFGLS--IRYSPE-GEPLETGGGIFKA 92 
PA0597_P.aeruginosaPA01         VDDWVINHAWLGEQIEAYLGDGSRLGGR--IAYSPE-GEPLETGGGIFRA 92 
NMB1841_N.meningitidisMC58      FTEIVINHAWLGRQIEDALGDGSAYGVN--IAYSPEPAGGLETAGGIAQA 93 
CC3536_C.crescentusCB15         VETAVVNVHYFADLVEAHLRAREAKGLAPRIVISDERVQALETGGGIKHA 100 
                                .   *:*  ::.  :*  *   .  *    *  * *    ***.*** :* 
  105  107 
MurU_P.putidaKT2440             LPLLGDAPFLLVNGD-VWTDYDFARLQAPLQGL------AHLVLVDNPG- 134 
PA0597_P.aeruginosaPA01         LPLLGEQPFLLLNGD-VWSDFDYSRLHLADGDL------AHLVLVDNPA- 134 
NMB1841_N.meningitidisMC58      LPLLGGQPFLVVNGD-VLTDIDFTAAFQTASSLP-EHISAHLWLVENPP- 140 
CC3536_C.crescentusCB15         LALLGEGPVFVANIDSIWIEHAGAAVDAVAAAWDPERMDVCLMLASTTES 150 
                                *.***  *.:: * * :  :   :               . * *....   
   140 141  160 
MurU_P.putidaKT2440             --HHGRGDFRL-VGEQVVDGDDAPGT-LTFSGISVLHPALFEGCQAG-AF 179 
PA0597_P.aeruginosaPA01         --HHPAGDFHLDAGGRVGETREAGGN-LTYSGIAVLHPALFEGCQPG-AF 180 
NMB1841_N.meningitidisMC58      --HNPDGDFSLLPDSSVRPEVNGGNG-LTFSGVGIYRPEMFDGIEAGSVA 187 
CC3536_C.crescentusCB15         LGFHDTGDVFLSADGLVRFKDAGEIAPLVYVGVHICKPEITADGPDG-PF 199 
                                  .:  **. *  .  *     .    *.: *: : :* :  .   *    
  180  205 207 
MurU_P.putidaKT2440             KLAPLLRQAMAAGKVSGEHYRGHWVDVGTLERLAEAESLIGERALE 225 
PA0597_P.aeruginosaPA01         KLAPLLRKAIAAGRVSGEHHRGQWVDVGTHERLAEVERLLAEHA-- 224 
NMB1841_N.meningitidisMC58      KLAPVLRGEMRQNRVSGQKHTGLWLDVGTVCRLKEAQALAGAWK-- 231 
CC3536_C.crescentusCB15         SLLPLWKRLAADGRVCGVAPEGLWMHVGDPQAKLAAEARLAEA--- 242 




















































































Parameter native dataset Parameter native dataset
Data collection Refinement
Beamline SLS PXI Resolution [Å] 48,68 - 2,27
Wavelength [Å] 1.0 Rwork / Rfree [%] 14,69 / 18,02
Spacegroup P 3221 No. of atoms
Cell dimensions Protein 6657
a; b; c [Å] 167,44  167,44  65,67 H2O 460
α; β; γ [°] 90,0   90,0   120,0 Ligands: 
Resolution (Å) 50,0 - 2,27 (2,33 - 2,27) Citrate 13
I/σI 16,47 (4,03) total 7130
CC ½ [%] 99,8 (91,5) B-factors [Å2]
Rmease [%] 8,0 (47,3) Protein 39,1
Completeness [%] 99,2 (99,8) H2O 105,4
Measured reflections 244753 Ligands: 
Unique reflections 48658 (3576) Citrate 65,2
Redundancy 5,1 (5,1) r.m.s.** deviations
Wilson B [Å2] 40,16 Bond length [Å] 0,009
Bond angles [°] 1,165
Ramachandran plot
 Favored regions [%] 98,7
 Allowed regions [%] 1,4
Outliers [%] 0
** root mean square














































































































































































Full wwPDB X-ray Structure Validation Report i
Feb 16, 2015 – 05:08 AM EST
PDB ID : 4Y7T
Title : Structural analysis of MurU
Authors : Renner-Schneck, M.G.; Stehle, T.
Deposited on : 2015-02-16
Resolution : 1.80 A˚(reported)
DISCLAIMER
This is a preliminary version of the new style of wwPDB validation report.
We welcome your comments at validation@mail.wwpdb.org
A user guide is available at http://wwpdb.org/ValidationPDFNotes.html
The following versions of software and data (see references) were used in the production of this report:
MolProbity : 4.02b-467
Mogul : 1.16 November 2013
Xtriage (Phenix) : dev-1439
EDS : stable24195
Percentile statistics : 21963
Refmac : 5.8.0049
CCP4 : 6.3.0 (Settle)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et. al. (1996)
Validation Pipeline (wwPDB-VP) : stable24195
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1 Overall quality at a glance i
The reported resolution of this entry is 1.80 A˚.
Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in






Rfree 66092 3513 (1.80-1.80)
Clashscore 79885 4461 (1.80-1.80)
Ramachandran outliers 78287 4404 (1.80-1.80)
Sidechain outliers 78261 4403 (1.80-1.80)
RSRZ outliers 66119 3515 (1.80-1.80)
The table below summarises the geometric issues observed across the polymeric chains and their fit
to the electron density. The red, orange, yellow and green segments on the lower bar indicate the
fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria.
The upper red bar (where present) indicates the fraction of residues that have poor fit to the
electron density.
Mol Chain Length Quality of chain
1 A 231
The following table lists non-polymeric compounds that are outliers for geometric or electron-
density-fit criteria:
Mol Type Chain Res Geometry Electron density
3 SO4 A 306 - X
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2 Entry composition i
There are 4 unique types of molecules in this entry. The entry contains 1825 atoms, of which 24
are hydrogens and 0 are deuterium.
In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, the AltConf column contains the number of residues with at least one atom in alternate
conformation and the Trace column contains the number of residues modelled with at most 2
atoms.
Molecule 1 is a protein called Nucleotidyl transferase.
Mol Chain Residues Atoms ZeroOcc AltConf Trace
1 A 218
Total C N O S
1683 1090 299 289 5
0 11 0
There are 8 discrepancies between the modelled and reference sequences:
Chain Residue Modelled Actual Comment Reference
A 224 LEU - expression tag UNP E4RE40
A 225 GLU - expression tag UNP E4RE40
A 226 HIS - expression tag UNP E4RE40
A 227 HIS - expression tag UNP E4RE40
A 228 HIS - expression tag UNP E4RE40
A 229 HIS - expression tag UNP E4RE40
A 230 HIS - expression tag UNP E4RE40
A 231 HIS - expression tag UNP E4RE40
Molecule 2 is GLYCEROL (three-letter code: GOL) (formula: C3H8O3).
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Mol Chain Residues Atoms ZeroOcc AltConf
2 A 1
Total C H O
28 6 16 6
0 1
2 A 1
Total C H O
14 3 8 3
0 0
Molecule 3 is SULFATE ION (three-letter code: SO4) (formula: O4S).

















Molecule 4 is water.
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3 Residue-property plots i
These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for a
chain summarises the proportions of errors displayed in the second graphic. The second graphic
shows the sequence view annotated by issues in geometry and electron density. Residues are color-
coded according to the number of geometric quality criteria for which they contain at least one
outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. A red dot above a residue indicates
a poor fit to the electron density (RSRZ > 2). Stretches of 2 or more consecutive residues without
any outlier are shown as a green connector. Residues present in the sample, but not in the model,
are shown in grey.
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4 Data and refinement statistics i
Property Value Source
Space group P 61 2 2 Depositor
Cell constants















Rmerge (Not available) Depositor
Rsym (Not available) Depositor
< I/ (I) > 1 3.36 (at 1.79A˚) Xtriage






Rfree test set 1185 reflections (5.26%) DCC
Wilson B-factor (A˚2) 35.4 Xtriage
Anisotropy 0.528 Xtriage
Bulk solvent ksol(e/A˚3), Bsol(A˚2) 0.35 , 42.8 EDS
Estimated twinning fraction No twinning to report. Xtriage
L-test for twinning < |L| > = 0.50, < L2 > = 0.33 Xtriage
Outliers 1 of 23701 reflections (0.004%) Xtriage
Fo,Fc correlation 0.96 EDS
Total number of atoms 1825 wwPDB-VP
Average B, all atoms (A˚2) 47.0 wwPDB-VP
Xtriage’s analysis on translational NCS is as follows: The largest o↵-origin peak in the Patterson
function is 6.80% of the height of the origin peak. No significant pseudotranslation is detected.
1Intensities estimated from amplitudes.
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5 Model quality i
5.1 Standard geometry i
Bond lengths and bond angles in the following residue types are not validated in this section:
GOL, SO4
The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or
angles).
Mol Chain
Bond lengths Bond angles
RMSZ #|Z| >5 RMSZ #|Z| >5
1 A 0.67 0/1755 0.73 0/2377
There are no bond length outliers.
There are no bond angle outliers.
There are no chirality outliers.
There are no planarity outliers.
5.2 Close contacts i
In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogens
added by MolProbity. The Clashes column lists the number of clashes within the asymmetric unit,
and the number in parentheses is this value normalized per 1000 atoms of the molecule in the
chain. The Symm-Clashes column gives symmetry related clashes, in the same way as for the
Clashes column.
Mol Chain Non-H H(model) H(added) Clashes Symm-Clashes
1 A 1683 0 1727 40 0
2 A 18 24 24 1 0
3 A 20 0 0 0 0
4 A 80 0 0 2 4
All All 1801 24 1751 41 4
Clashscore is defined as the number of clashes calculated for the entry per 1000 atoms (including
hydrogens) of the entry. The overall clashscore for this entry is 12.
All (41) close contacts within the same asymmetric unit are listed below.
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Atom-1 Atom-2 Distance(A˚) Clash(A˚)
1:A:83:LEU:O 1:A:178:ALA:HA 1.83 0.78
1:A:112:TYR:HE1 1:A:116[B]:ARG:HH21 1.38 0.71
1:A:171:PHE:O 1:A:174:CYS:HB2 1.93 0.68
1:A:28:VAL:HG22 1:A:212[A]:LEU:CD1 2.23 0.68
1:A:173:GLY:N 1:A:174:CYS:HA 2.08 0.67
1:A:174:CYS:O 1:A:175:GLN:CB 2.45 0.65
1:A:28:VAL:HG22 1:A:212[A]:LEU:HD11 1.78 0.65
1:A:171:PHE:HA 1:A:174:CYS:SG 2.37 0.65
1:A:110:THR:HG21 1:A:163[B]:ILE:HD11 1.79 0.64
1:A:7:ALA:HB1 1:A:24:PRO:HG3 1.80 0.64
1:A:153:ASP:O 1:A:155:PRO:HD3 1.98 0.63
1:A:141:PHE:HE2 1:A:189:MET:HE1 1.67 0.60
1:A:174:CYS:O 1:A:175:GLN:HB2 2.01 0.59
1:A:153:ASP:C 1:A:155:PRO:HD3 2.21 0.59
1:A:171:PHE:C 1:A:174:CYS:HB2 2.24 0.58
1:A:182:ALA:HB3 1:A:183:PRO:HD3 1.89 0.54
1:A:142[B]:ARG:HH22 1:A:156:GLY:N 2.06 0.54
1:A:142[B]:ARG:HH22 1:A:155:PRO:C 2.12 0.53
1:A:175:GLN:NE2 4:A:403:HOH:O 2.42 0.52
1:A:141:PHE:HE2 1:A:189:MET:CE 2.23 0.52
1:A:12:GLU:HA 1:A:15:ARG:NH1 2.26 0.50
1:A:170:LEU:O 1:A:184[B]:LEU:HD23 2.13 0.49
1:A:109:TRP:CZ2 1:A:219:ILE:HG12 2.49 0.47
1:A:141:PHE:CE1 1:A:160:PHE:HB2 2.49 0.47
1:A:79:GLU:HG2 1:A:83:LEU:HD12 1.96 0.46
1:A:111:ASP:OD1 1:A:199:TYR:OH 2.24 0.46
1:A:18:THR:HA 1:A:21:THR:O 2.17 0.45
1:A:23:LYS:HD2 1:A:107:ASP:OD1 2.17 0.44
1:A:187:GLN:HG3 2:A:302:GOL:H11 1.99 0.44
1:A:141:PHE:CE2 1:A:189:MET:CE 3.01 0.44
1:A:12:GLU:HA 1:A:15:ARG:HH11 1.81 0.43
1:A:23:LYS:N 1:A:24:PRO:HD2 2.33 0.43
1:A:83:LEU:HA 1:A:83:LEU:HD23 1.83 0.43
1:A:142[A]:ARG:NH2 1:A:155:PRO:O 2.51 0.43
1:A:124:LEU:HB3 1:A:170:LEU:HD13 2.02 0.42
1:A:155:PRO:HA 1:A:156:GLY:HA2 1.77 0.41
1:A:90:PHE:CE1 1:A:174:CYS:HB3 2.56 0.41
1:A:53:HIS:ND1 1:A:57:GLY:HA3 2.36 0.41
1:A:78:PRO:O 1:A:91:LYS:HE2 2.21 0.40
All (4) symmetry-related close contacts are listed below. The label for Atom-2 includes the sym-
metry operator and encoded unit-cell translations to be applied.
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Atom-1 Atom-2 Distance(A˚) Clash(A˚)
4:A:402:HOH:O 4:A:402:HOH:O[7 555] 2.05 0.15
4:A:402:HOH:O 4:A:423:HOH:O[7 555] 2.13 0.07
4:A:424:HOH:O 4:A:424:HOH:O[12 555] 2.16 0.04
4:A:423:HOH:O 4:A:423:HOH:O[7 555] 2.19 0.01
5.3 Torsion angles
5.3.1 Protein backbone i
In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all X-ray entries followed by that with respect to entries
of similar resolution.
The Analysed column shows the number of residues for which the backbone conformation was
analysed, and the total number of residues.
Mol Chain Analysed Favoured Allowed Outliers Percentiles
1 A 223/231 (96%) 210 (94%) 11 (5%) 2 (1%) 25 7
All (2) Ramachandran outliers are listed below:
Mol Chain Res Type
1 A 175 GLN
1 A 120 PRO
5.3.2 Protein sidechains i
In the following table, the Percentiles column shows the percent sidechain outliers of the chain
as a percentile score with respect to all X-ray entries followed by that with respect to entries of
similar resolution. The Analysed column shows the number of residues for which the sidechain
conformation was analysed, and the total number of residues.
Mol Chain Analysed Rotameric Outliers Percentiles
1 A 169/177 (96%) 164 (97%) 5 (3%) 53 34
All (5) residues with a non-rotameric sidechain are listed below:
Mol Chain Res Type
1 A 39[A] ARG
1 A 39[B] ARG
1 A 69[A] ARG
1 A 69[C] ARG
Continued on next page...
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Continued from previous page...
Mol Chain Res Type
1 A 209 LEU
Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. There are no
such sidechains identified.
5.3.3 RNA i
There are no RNA chains in this entry.
5.4 Non-standard residues in protein, DNA, RNA chains i
There are no non-standard protein/DNA/RNA residues in this entry.
5.5 Carbohydrates i
There are no carbohydrates in this entry.
5.6 Ligand geometry i
7 ligands are modelled in this entry.
In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the chemical component dictionary. The Link
column lists molecule types, if any, to which the group is linked. The Z score for a bond length
(or angle) is the number of standard deviations the observed value is removed from the expected
value. A bond length (or angle) with |Z| > 2 is considered an outlier worth inspection. RMSZ is
the root-mean-square of all Z scores of the bond lengths (or angles).
Mol Type Chain Res Link
Bond lengths Bond angles
Counts RMSZ #|Z| > 2 Counts RMSZ #|Z| > 2
2 GOL A 301[A] - 5,5,5 0.22 0 5,5,5 0.68 0
2 GOL A 301[B] - 5,5,5 0.33 0 5,5,5 0.42 0
2 GOL A 302 - 5,5,5 0.45 0 5,5,5 0.59 0
3 SO4 A 303 - 4,4,4 0.29 0 6,6,6 0.30 0
3 SO4 A 304 - 4,4,4 0.24 0 6,6,6 0.32 0
3 SO4 A 305 - 4,4,4 0.22 0 6,6,6 0.20 0
3 SO4 A 306 - 4,4,4 0.07 0 6,6,6 0.16 0
In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
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centers analysed, the number of these observed in the model and the number defined in the chemical
component dictionary. Similar counts are reported in the Torsion and Rings columns. ’-’ means
no outliers of that kind were identified.
Mol Type Chain Res Link Chirals Torsions Rings
2 GOL A 301[A] - - 0/4/4/4 0/0/0/0
2 GOL A 301[B] - - 0/4/4/4 0/0/0/0
2 GOL A 302 - - 0/4/4/4 0/0/0/0
3 SO4 A 303 - - 0/0/0/0 0/0/0/0
3 SO4 A 304 - - 0/0/0/0 0/0/0/0
3 SO4 A 305 - - 0/0/0/0 0/0/0/0
3 SO4 A 306 - - 0/0/0/0 0/0/0/0
There are no bond length outliers.
There are no bond angle outliers.
There are no chirality outliers.
There are no torsion outliers.
There are no ring outliers.
5.7 Other polymers i
There are no such residues in this entry.
5.8 Polymer linkage issues
There are no chain breaks in this entry.
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6 Fit of model and data i
6.1 Protein, DNA and RNA chains i
In the following table, the column labelled ‘#RSRZ> 2’ contains the number (and percentage)
of RSRZ outliers, followed by percent RSRZ outliers for the chain as percentile scores relative to
all X-ray entries and entries of similar resolution. The OWAB column contains the minimum,
median, 95th percentile and maximum values of the occupancy-weighted average B-factor per
residue. The column labelled ‘Q< 0.9’ lists the number of (and percentage) of residues with an
average occupancy less than 0.9.
Mol Chain Analysed <RSRZ> #RSRZ>2 OWAB(A˚2) Q<0.9
1 A 218/231 (94%) 0.01 11 (5%) 28 22 28, 43, 83, 109 0
All (11) RSRZ outliers are listed below:
Mol Chain Res Type RSRZ
1 A 173 GLY 6.1
1 A 153 ASP 4.2
1 A 174 CYS 3.5
1 A 224 LEU 3.1
1 A 155 PRO 2.8
1 A 175 GLN 2.7
1 A 220 GLY 2.6
1 A 176 ALA 2.6
1 A 82 PRO 2.4
1 A 152 ASP 2.2
1 A 81 GLU 2.2
6.2 Non-standard residues in protein, DNA, RNA chains i
There are no non-standard protein/DNA/RNA residues in this entry.
6.3 Carbohydrates i
There are no carbohydrates in this entry.
6.4 Ligands i
In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. LLDF column lists the quality of electron
density of the group with respect to its neighbouring residues in protein, DNA or RNA chains.
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The B-factors column lists the minimum, median, 95th percentile and maximum values of B factors
of atoms in the group. The column labelled ‘Q< 0.9’ lists the number of atoms with occupancy
less than 0.9.
Mol Type Chain Res Atoms RSR LLDF B-factors(A˚2) Q<0.9
3 SO4 A 306 5/5 0.18 2.09 114,115,116,116 0
2 GOL A 301[A] 6/6 0.17 1.70 40,48,53,54 14
2 GOL A 301[B] 6/6 0.17 1.70 40,48,53,54 14
3 SO4 A 304 5/5 0.20 0.75 88,91,91,93 5
3 SO4 A 305 5/5 0.13 0.59 88,89,90,90 5
2 GOL A 302 6/6 0.14 -0.05 39,47,56,57 14
3 SO4 A 303 5/5 0.05 -1.57 52,55,59,61 0
6.5 Other polymers i
There are no such residues in this entry.
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1 Overall quality at a glance i
The reported resolution of this entry is 1.80 A˚.
Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in






Rfree 66092 3513 (1.80-1.80)
Clashscore 79885 4461 (1.80-1.80)
Ramachandran outliers 78287 4404 (1.80-1.80)
Sidechain outliers 78261 4403 (1.80-1.80)
RSRZ outliers 66119 3515 (1.80-1.80)
The table below summarises the geometric issues observed across the polymeric chains and their fit
to the electron density. The red, orange, yellow and green segments on the lower bar indicate the
fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria.
The upper red bar (where present) indicates the fraction of residues that have poor fit to the
electron density.
Mol Chain Length Quality of chain
1 A 231
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2 Entry composition i
There are 6 unique types of molecules in this entry. The entry contains 1807 atoms, of which 38
are hydrogens and 0 are deuterium.
In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, the AltConf column contains the number of residues with at least one atom in alternate
conformation and the Trace column contains the number of residues modelled with at most 2
atoms.
Molecule 1 is a protein called Nucleotidyl transferase.
Mol Chain Residues Atoms ZeroOcc AltConf Trace
1 A 216
Total C N O S
1652 1068 292 287 5
0 9 0
There are 8 discrepancies between the modelled and reference sequences:
Chain Residue Modelled Actual Comment Reference
A 224 LEU - expression tag UNP E4RE40
A 225 GLU - expression tag UNP E4RE40
A 226 HIS - expression tag UNP E4RE40
A 227 HIS - expression tag UNP E4RE40
A 228 HIS - expression tag UNP E4RE40
A 229 HIS - expression tag UNP E4RE40
A 230 HIS - expression tag UNP E4RE40
A 231 HIS - expression tag UNP E4RE40
Molecule 2 is GLYCEROL (three-letter code: GOL) (formula: C3H8O3).
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Mol Chain Residues Atoms ZeroOcc AltConf
2 A 1
Total C H O
28 6 16 6
0 1
Molecule 3 is SULFATE ION (three-letter code: SO4) (formula: O4S).





Molecule 4 is 2-(acetylamino)-3-O-[(1R)-1-carboxyethyl]-2-deoxy-1-O-phosphono-alpha-D-gl
ucopyranose (three-letter code: 491) (formula: C11H20NO11P).
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Mol Chain Residues Atoms ZeroOcc AltConf
4 A 1
Total C H N O P
41 11 17 1 11 1
0 0
Molecule 5 is IMIDODIPHOSPHORIC ACID (three-letter code: 2PN) (formula: H5NO6P2).
Mol Chain Residues Atoms ZeroOcc AltConf
5 A 1
Total H N O P
14 5 1 6 2
0 0
Molecule 6 is water.
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3 Residue-property plots i
These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for a
chain summarises the proportions of errors displayed in the second graphic. The second graphic
shows the sequence view annotated by issues in geometry and electron density. Residues are color-
coded according to the number of geometric quality criteria for which they contain at least one
outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. A red dot above a residue indicates
a poor fit to the electron density (RSRZ > 2). Stretches of 2 or more consecutive residues without
any outlier are shown as a green connector. Residues present in the sample, but not in the model,
are shown in grey.




























































































































































































































































Page 7 Full wwPDB X-ray Structure Validation Report 4Y7V
4 Data and refinement statistics i
Property Value Source
Space group P 61 2 2 Depositor
Cell constants















Rmerge (Not available) Depositor
Rsym (Not available) Depositor
< I/ (I) > 1 1.06 (at 1.79A˚) Xtriage






Rfree test set 1207 reflections (5.26%) DCC
Wilson B-factor (A˚2) 40.0 Xtriage
Anisotropy 0.178 Xtriage
Bulk solvent ksol(e/A˚3), Bsol(A˚2) 0.37 , 49.3 EDS
Estimated twinning fraction No twinning to report. Xtriage
L-test for twinning < |L| > = 0.50, < L2 > = 0.33 Xtriage
Outliers 0 of 24133 reflections Xtriage
Fo,Fc correlation 0.96 EDS
Total number of atoms 1807 wwPDB-VP
Average B, all atoms (A˚2) 52.0 wwPDB-VP
Xtriage’s analysis on translational NCS is as follows: The largest o↵-origin peak in the Patterson
function is 5.89% of the height of the origin peak. No significant pseudotranslation is detected.
1Intensities estimated from amplitudes.
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5 Model quality i
5.1 Standard geometry i
Bond lengths and bond angles in the following residue types are not validated in this section:
GOL, 2PN, 491, SO4
The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or
angles).
Mol Chain
Bond lengths Bond angles
RMSZ #|Z| >5 RMSZ #|Z| >5
1 A 0.37 0/1715 0.53 0/2325
There are no bond length outliers.
There are no bond angle outliers.
There are no chirality outliers.
There are no planarity outliers.
5.2 Close contacts i
In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogens
added by MolProbity. The Clashes column lists the number of clashes within the asymmetric unit,
and the number in parentheses is this value normalized per 1000 atoms of the molecule in the
chain. The Symm-Clashes column gives symmetry related clashes, in the same way as for the
Clashes column.
Mol Chain Non-H H(model) H(added) Clashes Symm-Clashes
1 A 1652 0 1681 25 0
2 A 12 16 16 0 0
3 A 5 0 0 1 0
4 A 24 17 0 0 0
5 A 9 5 1 1 0
6 A 67 0 0 1 0
All All 1769 38 1698 25 0
Clashscore is defined as the number of clashes calculated for the entry per 1000 atoms (including
hydrogens) of the entry. The overall clashscore for this entry is 7.
All (25) close contacts within the same asymmetric unit are listed below.
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Atom-1 Atom-2 Distance(A˚) Clash(A˚)
1:A:12:GLU:H 5:A:304:2PN:HN1 1.45 0.64
1:A:113:ASP:HB3 1:A:116[B]:ARG:HD2 1.81 0.63
1:A:109:TRP:CZ2 1:A:219:ILE:HG12 2.34 0.62
1:A:182:ALA:HB3 1:A:183:PRO:HD3 1.83 0.61
1:A:85:THR:HB 3:A:302:SO4:O1 2.03 0.58
1:A:28:VAL:HG22 1:A:212[A]:LEU:CD1 2.35 0.56
1:A:28:VAL:HG22 1:A:212[B]:LEU:CD1 2.38 0.52
1:A:110:THR:HG21 1:A:163[B]:ILE:HD11 1.92 0.50
1:A:18:THR:HA 1:A:21:THR:O 2.11 0.49
1:A:7:ALA:HB1 1:A:24:PRO:HG2 1.94 0.49
1:A:114:PHE:HE1 1:A:163[A]:ILE:HD12 1.77 0.48
1:A:10:LYS:HG3 1:A:55:TRP:CD2 2.51 0.46
1:A:211:ARG:HE 1:A:211:ARG:HA 1.80 0.46
1:A:35:GLU:O 1:A:39[A]:ARG:HG3 2.16 0.45
1:A:28:VAL:HG21 1:A:33:LEU:HD13 1.98 0.45
1:A:137:GLY:HA3 6:A:446:HOH:O 2.17 0.45
1:A:104:VAL:HG13 1:A:163[A]:ILE:CD1 2.47 0.44
1:A:215:ALA:O 1:A:219:ILE:HG13 2.16 0.44
1:A:211:ARG:NH2 1:A:214[A]:GLU:OE2 2.51 0.44
1:A:53:HIS:ND1 1:A:57:GLY:HA3 2.32 0.44
1:A:23:LYS:HD2 1:A:107:ASP:OD1 2.18 0.43
1:A:211:ARG:NH2 1:A:214[B]:GLU:OE2 2.52 0.43
1:A:28:VAL:HG22 1:A:212[B]:LEU:HD11 2.01 0.43
1:A:122:GLN:CB 1:A:195:SER:HB3 2.49 0.42
1:A:121:LEU:HD22 1:A:126:HIS:CG 2.56 0.41
There are no symmetry-related clashes.
5.3 Torsion angles
5.3.1 Protein backbone i
In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all X-ray entries followed by that with respect to entries
of similar resolution.
The Analysed column shows the number of residues for which the backbone conformation was
analysed, and the total number of residues.
Mol Chain Analysed Favoured Allowed Outliers Percentiles
1 A 219/231 (95%) 215 (98%) 4 (2%) 0 100 100
There are no Ramachandran outliers to report.
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5.3.2 Protein sidechains i
In the following table, the Percentiles column shows the percent sidechain outliers of the chain
as a percentile score with respect to all X-ray entries followed by that with respect to entries of
similar resolution. The Analysed column shows the number of residues for which the sidechain
conformation was analysed, and the total number of residues.
Mol Chain Analysed Rotameric Outliers Percentiles
1 A 165/177 (93%) 165 (100%) 0 100 100
There are no protein residues with a non-rotameric sidechain to report.
Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. There are no
such sidechains identified.
5.3.3 RNA i
There are no RNA chains in this entry.
5.4 Non-standard residues in protein, DNA, RNA chains i
There are no non-standard protein/DNA/RNA residues in this entry.
5.5 Carbohydrates i
There are no carbohydrates in this entry.
5.6 Ligand geometry i
5 ligands are modelled in this entry.
In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the chemical component dictionary. The Link
column lists molecule types, if any, to which the group is linked. The Z score for a bond length
(or angle) is the number of standard deviations the observed value is removed from the expected
value. A bond length (or angle) with |Z| > 2 is considered an outlier worth inspection. RMSZ is
the root-mean-square of all Z scores of the bond lengths (or angles).
Mol Type Chain Res Link
Bond lengths Bond angles
Counts RMSZ #|Z| > 2 Counts RMSZ #|Z| > 2
2 GOL A 301[A] - 5,5,5 0.41 0 5,5,5 0.18 0
2 GOL A 301[B] - 5,5,5 0.40 0 5,5,5 0.31 0
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Mol Type Chain Res Link
Bond lengths Bond angles
Counts RMSZ #|Z| > 2 Counts RMSZ #|Z| > 2
3 SO4 A 302 - 4,4,4 0.22 0 6,6,6 0.12 0
4 491 A 303 - 24,24,24 1.65 6 (25%) 35,35,35 1.14 2 (5%)
5 2PN A 304 - 8,8,8 2.08 3 (37%) 9,13,13 3.90 1 (11%)
In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the chemical
component dictionary. Similar counts are reported in the Torsion and Rings columns. ’-’ means
no outliers of that kind were identified.
Mol Type Chain Res Link Chirals Torsions Rings
2 GOL A 301[A] - - 0/4/4/4 0/0/0/0
2 GOL A 301[B] - - 0/4/4/4 0/0/0/0
3 SO4 A 302 - - 0/0/0/0 0/0/0/0
4 491 A 303 - - 0/19/39/39 0/1/1/1
5 2PN A 304 - - 0/2/6/6 0/0/0/0
All (9) bond length outliers are listed below:
Mol Chain Res Type Atoms Z Observed(A˚) Ideal(A˚)
4 A 303 491 C07-C08 -3.76 1.46 1.53
5 A 304 2PN P2-O4 3.70 1.50 1.46
5 A 304 2PN P1-O1 3.38 1.50 1.46
4 A 303 491 O16-C09 -3.28 1.35 1.42
4 A 303 491 O10-C09 3.06 1.49 1.41
4 A 303 491 C22-N21 2.70 1.44 1.34
5 A 304 2PN P2-N1 2.56 1.66 1.64
4 A 303 491 C24-C22 2.51 1.55 1.50
4 A 303 491 C02-C03 -2.41 1.48 1.52
All (3) bond angle outliers are listed below:
Mol Chain Res Type Atoms Z Observed(o) Ideal(o)
5 A 304 2PN P2-N1-P1 -11.05 111.49 130.07
4 A 303 491 O04-C03-C02 3.65 121.67 113.63
4 A 303 491 O06-C07-C12 2.14 112.59 107.17
There are no chirality outliers.
There are no torsion outliers.
There are no ring outliers.
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5.7 Other polymers i
There are no such residues in this entry.
5.8 Polymer linkage issues
There are no chain breaks in this entry.
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6 Fit of model and data i
6.1 Protein, DNA and RNA chains i
In the following table, the column labelled ‘#RSRZ> 2’ contains the number (and percentage)
of RSRZ outliers, followed by percent RSRZ outliers for the chain as percentile scores relative to
all X-ray entries and entries of similar resolution. The OWAB column contains the minimum,
median, 95th percentile and maximum values of the occupancy-weighted average B-factor per
residue. The column labelled ‘Q< 0.9’ lists the number of (and percentage) of residues with an
average occupancy less than 0.9.
Mol Chain Analysed <RSRZ> #RSRZ>2 OWAB(A˚2) Q<0.9
1 A 216/231 (93%) 0.14 9 (4%) 35 28 35, 50, 76, 103 0
All (9) RSRZ outliers are listed below:
Mol Chain Res Type RSRZ
1 A 137 GLY 6.0
1 A 221 GLU 3.4
1 A 122 GLN 2.9
1 A 176 ALA 2.9
1 A 219 ILE 2.8
1 A 69[A] ARG 2.4
1 A 174 CYS 2.3
1 A 142 ARG 2.2
1 A 218 LEU 2.1
6.2 Non-standard residues in protein, DNA, RNA chains i
There are no non-standard protein/DNA/RNA residues in this entry.
6.3 Carbohydrates i
There are no carbohydrates in this entry.
6.4 Ligands i
In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. LLDF column lists the quality of electron
density of the group with respect to its neighbouring residues in protein, DNA or RNA chains.
The B-factors column lists the minimum, median, 95th percentile and maximum values of B factors
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of atoms in the group. The column labelled ‘Q< 0.9’ lists the number of atoms with occupancy
less than 0.9.
Mol Type Chain Res Atoms RSR LLDF B-factors(A˚2) Q<0.9
2 GOL A 301[B] 6/6 0.20 0.60 50,60,63,63 14
5 2PN A 304 9/9 0.15 0.59 52,87,117,121 14
3 SO4 A 302 5/5 0.13 0.43 94,94,94,94 0
4 491 A 303 24/24 0.13 0.41 39,49,57,58 41
2 GOL A 301[A] 6/6 0.20 0.41 50,60,62,63 14
6.5 Other polymers i
There are no such residues in this entry.
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1 Overall quality at a glance i
The reported resolution of this entry is 1.70 A˚.
Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in






Rfree 66092 2456 (1.70-1.70)
Clashscore 79885 2929 (1.70-1.70)
Ramachandran outliers 78287 2878 (1.70-1.70)
Sidechain outliers 78261 2878 (1.70-1.70)
RSRZ outliers 66119 2456 (1.70-1.70)
The table below summarises the geometric issues observed across the polymeric chains and their fit
to the electron density. The red, orange, yellow and green segments on the lower bar indicate the
fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria.
The upper red bar (where present) indicates the fraction of residues that have poor fit to the
electron density.
Mol Chain Length Quality of chain
1 A 231
The following table lists non-polymeric compounds that are outliers for geometric or electron-
density-fit criteria:
Mol Type Chain Res Geometry Electron density
4 MG A 305 - X
5 2KH A 306 - X
6 491 A 307 - X
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2 Entry composition i
There are 7 unique types of molecules in this entry. The entry contains 1844 atoms, of which 16
are hydrogens and 0 are deuterium.
In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, the AltConf column contains the number of residues with at least one atom in alternate
conformation and the Trace column contains the number of residues modelled with at most 2
atoms.
Molecule 1 is a protein called Nucleotidyl transferase.
Mol Chain Residues Atoms ZeroOcc AltConf Trace
1 A 224
Total C N O S
1702 1099 304 294 5
0 8 0
There are 8 discrepancies between the modelled and reference sequences:
Chain Residue Modelled Actual Comment Reference
A 224 LEU - expression tag UNP E4RE40
A 225 GLU - expression tag UNP E4RE40
A 226 HIS - expression tag UNP E4RE40
A 227 HIS - expression tag UNP E4RE40
A 228 HIS - expression tag UNP E4RE40
A 229 HIS - expression tag UNP E4RE40
A 230 HIS - expression tag UNP E4RE40
A 231 HIS - expression tag UNP E4RE40
Molecule 2 is GLYCEROL (three-letter code: GOL) (formula: C3H8O3).
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Mol Chain Residues Atoms ZeroOcc AltConf
2 A 1
Total C H O
14 3 8 3
0 0
2 A 1
Total C H O
14 3 8 3
0 0
Molecule 3 is SULFATE ION (three-letter code: SO4) (formula: O4S).





Molecule 4 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).





Molecule 5 is 5’-O-[(S)-hydroxy{[(S)-hydroxy(phosphonooxy)phosphoryl]amino}phosphoryl
]uridine (three-letter code: 2KH) (formula: C9H16N3O14P3).
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Mol Chain Residues Atoms ZeroOcc AltConf
5 A 1
Total C N O P
29 9 3 14 3
0 0
Molecule 6 is 2-(acetylamino)-3-O-[(1R)-1-carboxyethyl]-2-deoxy-1-O-phosphono-alpha-D-gl
ucopyranose (three-letter code: 491) (formula: C11H20NO11P).
Mol Chain Residues Atoms ZeroOcc AltConf
6 A 1
Total C N O P
24 11 1 11 1
0 0
Molecule 7 is water.
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3 Residue-property plots i
These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for a
chain summarises the proportions of errors displayed in the second graphic. The second graphic
shows the sequence view annotated by issues in geometry and electron density. Residues are color-
coded according to the number of geometric quality criteria for which they contain at least one
outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. A red dot above a residue indicates
a poor fit to the electron density (RSRZ > 2). Stretches of 2 or more consecutive residues without
any outlier are shown as a green connector. Residues present in the sample, but not in the model,
are shown in grey.
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4 Data and refinement statistics i
Property Value Source
Space group P 61 2 2 Depositor
Cell constants















Rmerge (Not available) Depositor
Rsym (Not available) Depositor
< I/ (I) > 1 1.18 (at 1.70A˚) Xtriage






Rfree test set 1446 reflections (5.00%) DCC
Wilson B-factor (A˚2) 39.2 Xtriage
Anisotropy 0.211 Xtriage
Bulk solvent ksol(e/A˚3), Bsol(A˚2) 0.36 , 47.6 EDS
Estimated twinning fraction No twinning to report. Xtriage
L-test for twinning < |L| > = 0.44, < L2 > = 0.27 Xtriage
Outliers 0 of 28942 reflections Xtriage
Fo,Fc correlation 0.96 EDS
Total number of atoms 1844 wwPDB-VP
Average B, all atoms (A˚2) 57.0 wwPDB-VP
Xtriage’s analysis on translational NCS is as follows: The largest o↵-origin peak in the Patterson
function is 4.83% of the height of the origin peak. No significant pseudotranslation is detected.
1Intensities estimated from amplitudes.
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5 Model quality i
5.1 Standard geometry i
Bond lengths and bond angles in the following residue types are not validated in this section:
GOL, MG, 2KH, SO4, 491
The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or
angles).
Mol Chain
Bond lengths Bond angles
RMSZ #|Z| >5 RMSZ #|Z| >5
1 A 0.37 0/1768 0.53 0/2400
There are no bond length outliers.
There are no bond angle outliers.
There are no chirality outliers.
There are no planarity outliers.
5.2 Close contacts i
In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogens
added by MolProbity. The Clashes column lists the number of clashes within the asymmetric unit,
and the number in parentheses is this value normalized per 1000 atoms of the molecule in the
chain. The Symm-Clashes column gives symmetry related clashes, in the same way as for the
Clashes column.
Mol Chain Non-H H(model) H(added) Clashes Symm-Clashes
1 A 1702 0 1728 51 0
2 A 12 16 16 0 0
3 A 5 0 0 1 0
4 A 2 0 0 0 0
5 A 29 0 16 12 0
6 A 24 0 0 0 0
7 A 54 0 0 2 0
All All 1828 16 1760 53 0
Clashscore is defined as the number of clashes calculated for the entry per 1000 atoms (including
hydrogens) of the entry. The overall clashscore for this entry is 15.
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All (53) close contacts within the same asymmetric unit are listed below.
Atom-1 Atom-2 Distance(A˚) Clash(A˚)
1:A:107:ASP:OD2 5:A:306:2KH:H6 1.71 0.89
1:A:12:GLU:N 5:A:306:2KH:O1G 2.10 0.85
1:A:9:GLY:HA3 5:A:306:2KH:H12 1.64 0.80
1:A:182:ALA:HB3 1:A:183:PRO:HD3 1.70 0.74
1:A:13:ARG:NE 5:A:306:2KH:O3G 2.22 0.73
1:A:142[A]:ARG:NH2 1:A:155:PRO:HG2 2.05 0.72
1:A:13:ARG:HG3 5:A:306:2KH:O3G 1.95 0.67
1:A:137:GLY:HA3 1:A:154:ALA:HB1 1.78 0.66
1:A:13:ARG:CG 5:A:306:2KH:O3G 2.43 0.66
1:A:39[A]:ARG:HD2 7:A:448:HOH:O 1.98 0.63
1:A:115:ALA:O 1:A:118:GLN:HG2 2.01 0.61
1:A:174:CYS:HA 7:A:414:HOH:O 2.01 0.61
1:A:136:HIS:HE1 1:A:139:GLY:H 1.50 0.59
1:A:23:LYS:HB3 1:A:24:PRO:HD3 1.85 0.59
1:A:150:ASP:OD1 1:A:186:ARG:NH2 2.39 0.56
1:A:10:LYS:HG3 1:A:55:TRP:CD2 2.41 0.55
1:A:142[B]:ARG:HG2 1:A:142[B]:ARG:HH11 1.72 0.55
1:A:171:PHE:O 1:A:174:CYS:HB2 2.07 0.54
1:A:23:LYS:NZ 1:A:107:ASP:OD2 2.39 0.53
1:A:136:HIS:CE1 1:A:139:GLY:H 2.25 0.53
1:A:209:LEU:HD22 1:A:209:LEU:N 2.24 0.52
1:A:102:LEU:CD2 1:A:104:VAL:HG23 2.40 0.52
1:A:28:VAL:O 1:A:216:GLU:HG2 2.11 0.50
1:A:9:GLY:CA 5:A:306:2KH:H12 2.39 0.50
1:A:14:MET:HE3 1:A:17:LEU:HD12 1.93 0.50
1:A:211:ARG:NH2 1:A:214:GLU:OE2 2.46 0.49
1:A:83:LEU:O 1:A:84:GLU:HB2 2.12 0.48
1:A:22:PRO:HG2 1:A:25:LEU:HG 1.96 0.47
1:A:215:ALA:O 1:A:219:ILE:HG13 2.14 0.47
1:A:6:LEU:O 5:A:306:2KH:O2’ 2.33 0.47
1:A:23:LYS:N 1:A:24:PRO:CD 2.78 0.47
5:A:306:2KH:O1B 5:A:306:2KH:O1G 2.27 0.47
1:A:13:ARG:HB2 5:A:306:2KH:O3G 2.15 0.46
1:A:208:THR:OG1 1:A:211:ARG:HG2 2.15 0.46
1:A:111:ASP:OD2 1:A:202:HIS:HB2 2.16 0.45
1:A:110:THR:HG21 1:A:163[A]:ILE:HD11 1.97 0.45
1:A:109:TRP:CZ2 1:A:219:ILE:HG12 2.52 0.44
1:A:142[A]:ARG:HH22 1:A:155:PRO:HG2 1.80 0.44
1:A:13:ARG:CB 5:A:306:2KH:O3G 2.65 0.43
5:A:306:2KH:H4 5:A:306:2KH:H3 1.65 0.42
1:A:154:ALA:N 1:A:155:PRO:CD 2.83 0.42
1:A:110:THR:HG21 1:A:163[B]:ILE:HD11 2.00 0.41
Continued on next page...
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Continued from previous page...
Atom-1 Atom-2 Distance(A˚) Clash(A˚)
1:A:132:ASN:HA 1:A:133:PRO:HD3 1.87 0.41
1:A:141:PHE:HE2 1:A:160:PHE:HB2 1.86 0.41
1:A:210:GLU:OE2 1:A:211:ARG:HD2 2.20 0.41
1:A:142[B]:ARG:HG2 1:A:142[B]:ARG:NH1 2.36 0.41
1:A:154:ALA:N 1:A:155:PRO:HD3 2.35 0.41
1:A:10:LYS:HE3 1:A:10:LYS:HB2 1.95 0.41
1:A:85:THR:HB 3:A:303:SO4:O2 2.21 0.41
1:A:119:ALA:HB1 1:A:120:PRO:HD2 2.03 0.41
1:A:18:THR:HA 1:A:21:THR:O 2.21 0.41
1:A:111:ASP:OD1 1:A:199:TYR:OH 2.28 0.40
1:A:89:ILE:HG21 1:A:171:PHE:CZ 2.56 0.40
There are no symmetry-related clashes.
5.3 Torsion angles
5.3.1 Protein backbone i
In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all X-ray entries followed by that with respect to entries
of similar resolution.
The Analysed column shows the number of residues for which the backbone conformation was
analysed, and the total number of residues.
Mol Chain Analysed Favoured Allowed Outliers Percentiles
1 A 230/231 (100%) 214 (93%) 14 (6%) 2 (1%) 25 6
All (2) Ramachandran outliers are listed below:
Mol Chain Res Type
1 A 174 CYS
1 A 155 PRO
5.3.2 Protein sidechains i
In the following table, the Percentiles column shows the percent sidechain outliers of the chain
as a percentile score with respect to all X-ray entries followed by that with respect to entries of
similar resolution. The Analysed column shows the number of residues for which the sidechain
conformation was analysed, and the total number of residues.
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Mol Chain Analysed Rotameric Outliers Percentiles
1 A 168/177 (95%) 163 (97%) 5 (3%) 53 29
All (5) residues with a non-rotameric sidechain are listed below:
Mol Chain Res Type
1 A 69[A] ARG
1 A 69[C] ARG
1 A 174 CYS
1 A 175 GLN
1 A 180 LYS
Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. There are no
such sidechains identified.
5.3.3 RNA i
There are no RNA chains in this entry.
5.4 Non-standard residues in protein, DNA, RNA chains i
There are no non-standard protein/DNA/RNA residues in this entry.
5.5 Carbohydrates i
There are no carbohydrates in this entry.
5.6 Ligand geometry i
Of 7 ligands modelled in this entry, 2 are monoatomic - leaving 5 for Mogul analysis.
In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the chemical component dictionary. The Link
column lists molecule types, if any, to which the group is linked. The Z score for a bond length
(or angle) is the number of standard deviations the observed value is removed from the expected
value. A bond length (or angle) with |Z| > 2 is considered an outlier worth inspection. RMSZ is
the root-mean-square of all Z scores of the bond lengths (or angles).
Mol Type Chain Res Link
Bond lengths Bond angles
Counts RMSZ #|Z| > 2 Counts RMSZ #|Z| > 2
2 GOL A 301 - 5,5,5 0.38 0 5,5,5 0.36 0
Page 13 Full wwPDB X-ray Structure Validation Report 4Y7U
Mol Type Chain Res Link
Bond lengths Bond angles
Counts RMSZ #|Z| > 2 Counts RMSZ #|Z| > 2
2 GOL A 302 - 5,5,5 0.36 0 5,5,5 0.18 0
3 SO4 A 303 - 4,4,4 0.21 0 6,6,6 0.09 0
5 2KH A 306 4 30,30,30 3.63 14 (46%) 40,47,47 2.65 12 (30%)
6 491 A 307 - 24,24,24 1.81 6 (25%) 35,35,35 1.03 2 (5%)
In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the chemical
component dictionary. Similar counts are reported in the Torsion and Rings columns. ’-’ means
no outliers of that kind were identified.
Mol Type Chain Res Link Chirals Torsions Rings
2 GOL A 301 - - 0/4/4/4 0/0/0/0
2 GOL A 302 - - 0/4/4/4 0/0/0/0
3 SO4 A 303 - - 0/0/0/0 0/0/0/0
5 2KH A 306 4 - 0/17/38/38 0/2/2/2
6 491 A 307 - - 0/19/39/39 0/1/1/1
All (20) bond length outliers are listed below:
Mol Chain Res Type Atoms Z Observed(A˚) Ideal(A˚)
5 A 306 2KH C5-C4 9.04 1.47 1.37
5 A 306 2KH C2-N1 6.90 1.45 1.38
5 A 306 2KH PB-O3B -6.49 1.51 1.59
5 A 306 2KH C6-N1 5.71 1.44 1.35
5 A 306 2KH PG-O3B -5.25 1.51 1.60
5 A 306 2KH C4-N3 4.77 1.43 1.36
5 A 306 2KH PA-N3A 4.41 1.68 1.64
5 A 306 2KH C3’-C2’ -4.41 1.41 1.53
5 A 306 2KH C6-C5 4.21 1.47 1.38
5 A 306 2KH C2’-C1’ -4.11 1.47 1.53
5 A 306 2KH PB-N3A 4.10 1.67 1.64
6 A 307 491 C07-C08 -3.87 1.46 1.53
5 A 306 2KH PB-O2B 3.47 1.50 1.46
6 A 307 491 O16-C09 -3.35 1.35 1.42
6 A 307 491 O10-C09 3.35 1.50 1.41
5 A 306 2KH C2-N3 3.05 1.46 1.36
5 A 306 2KH PA-O1A 3.02 1.49 1.46
6 A 307 491 C22-N21 2.98 1.46 1.34
6 A 307 491 C02-C03 -2.92 1.47 1.52
6 A 307 491 C24-C22 2.70 1.56 1.50
All (14) bond angle outliers are listed below:
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Mol Chain Res Type Atoms Z Observed(o) Ideal(o)
5 A 306 2KH PA-N3A-PB -8.16 117.35 130.03
5 A 306 2KH PG-O3B-PB -6.83 108.60 132.05
5 A 306 2KH C2-N1-C1’ -6.27 114.27 118.21
5 A 306 2KH C4’-O4’-C1’ -4.63 104.63 109.72
5 A 306 2KH O5’-C5’-C4’ 4.41 125.16 108.96
5 A 306 2KH O4’-C1’-N1 3.49 115.73 108.08
5 A 306 2KH O3B-PB-N3A 3.28 115.69 106.59
5 A 306 2KH C6-N1-C2 3.14 123.89 119.51
5 A 306 2KH O2A-PA-O1A -2.84 103.91 109.90
6 A 307 491 O04-C03-C02 2.78 119.76 113.63
5 A 306 2KH O1A-PA-N3A -2.63 107.86 111.83
5 A 306 2KH O5’-PA-N3A 2.54 114.77 107.16
5 A 306 2KH O3’-C3’-C4’ 2.11 117.27 111.07
6 A 307 491 O10-C11-C12 2.06 113.56 109.73
There are no chirality outliers.
There are no torsion outliers.
There are no ring outliers.
5.7 Other polymers i
There are no such residues in this entry.
5.8 Polymer linkage issues
There are no chain breaks in this entry.
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6 Fit of model and data i
6.1 Protein, DNA and RNA chains i
In the following table, the column labelled ‘#RSRZ> 2’ contains the number (and percentage)
of RSRZ outliers, followed by percent RSRZ outliers for the chain as percentile scores relative to
all X-ray entries and entries of similar resolution. The OWAB column contains the minimum,
median, 95th percentile and maximum values of the occupancy-weighted average B-factor per
residue. The column labelled ‘Q< 0.9’ lists the number of (and percentage) of residues with an
average occupancy less than 0.9.
Mol Chain Analysed <RSRZ> #RSRZ>2 OWAB(A˚2) Q<0.9
1 A 224/231 (96%) 0.44 19 (8%) 11 13 35, 51, 104, 145 0
All (19) RSRZ outliers are listed below:
Mol Chain Res Type RSRZ
1 A 137 GLY 13.5
1 A 154 ALA 13.3
1 A 136 HIS 5.8
1 A 224 LEU 5.6
1 A 175 GLN 5.3
1 A 134 GLY 4.8
1 A 135 HIS 4.6
1 A 155 PRO 4.5
1 A 220 GLY 4.4
1 A 153 ASP 3.7
1 A 223 ALA 3.4
1 A 139 GLY 3.2
1 A 138 ARG 2.9
1 A 151 GLY 2.8
1 A 221 GLU 2.5
1 A 174 CYS 2.3
1 A 119 ALA 2.3
1 A 173 GLY 2.2
1 A 122 GLN 2.0
6.2 Non-standard residues in protein, DNA, RNA chains i
There are no non-standard protein/DNA/RNA residues in this entry.
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6.3 Carbohydrates i
There are no carbohydrates in this entry.
6.4 Ligands i
In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. LLDF column lists the quality of electron
density of the group with respect to its neighbouring residues in protein, DNA or RNA chains.
The B-factors column lists the minimum, median, 95th percentile and maximum values of B factors
of atoms in the group. The column labelled ‘Q< 0.9’ lists the number of atoms with occupancy
less than 0.9.
Mol Type Chain Res Atoms RSR LLDF B-factors(A˚2) Q<0.9
5 2KH A 306 29/29 0.34 9.70 79,91,159,196 29
6 491 A 307 24/24 0.18 3.27 40,64,88,90 24
4 MG A 305 1/1 0.15 2.61 77,77,77,77 0
2 GOL A 302 6/6 0.27 1.22 66,79,84,84 14
2 GOL A 301 6/6 0.20 1.22 53,67,75,80 0
3 SO4 A 303 5/5 0.11 0.24 104,105,105,105 5
4 MG A 304 1/1 0.07 -1.54 60,60,60,60 1
6.5 Other polymers i







































Buffer 1 Citrate pH 4 Unit M conc 0,95 to-be conc 0,1
Buffer 2 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 3 MES pH 6 Unit M conc 1 to-be conc 0,1
Buffer 4 HEPES pH 7 Unit M conc 1 to-be conc 0,1
Buffer 5 Tris pH 8 Unit M conc 1 to-be conc 0,1
Buffer 6 BICINE pH 9 Unit M conc 1 to-be conc 0,1
Salt Unit conc 20 to-be conc
Precipitant 1 Unit conc 4 to-be conc
Precipitant 2 Ammonium Sulfate Unit M conc 4 start conc 0,1 end conc 1,45
A7-H12
Buffer 1 Citrate pH 4 Unit M conc 0,95 to-be conc 0,1
Buffer 2 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 3 MES pH 6 Unit M conc 1 to-be conc 0,1
Buffer 4 HEPES pH 7 Unit M conc 1 to-be conc 0,1
Buffer 5 Tris pH 8 Unit M conc 1 to-be conc 0,1
Buffer 6 BICINE pH 9 Unit M conc 1 to-be conc 0,1
Salt Unit conc 20 to-be conc
Precipitant 1 Unit conc 1 to-be conc
Precipitant 2 PEG 3350 Unit %w/v conc 50 start conc 10 end conc 22
D1-H6
Buffer 1 Citrate pH 4 Unit M conc 0,95 to-be conc 0,1
Buffer 2 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 3 MES pH 6 Unit M conc 1 to-be conc 0,1
Buffer 4 HEPES pH 7 Unit M conc 1 to-be conc 0,1
Buffer 5 Tris pH 8 Unit M conc 1 to-be conc 0,1
Buffer 6 BICINE pH 9 Unit M conc 1 to-be conc 0,1
Salt Unit conc 20 to-be conc
Precipitant 1 Unit conc 1 to-be conc
Precipitant 2 Ammonium Sulfate Unit M conc 4 start conc 1,9 end conc 3,25
D7-H12
Buffer 1 Citrate pH 4 Unit M conc 0,95 to-be conc 0,1
Buffer 2 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 3 MES pH 6 Unit M conc 1 to-be conc 0,1
Buffer 4 HEPES pH 7 Unit M conc 1 to-be conc 0,1
Buffer 5 Tris pH 8 Unit M conc 1 to-be conc 0,1
Buffer 6 BICINE pH 9 Unit M conc 1 to-be conc 0,1
Salt Unit conc 20 to-be conc
Precipitant 1 Unit conc 100 to-be conc





Citrate pH 5 Unit M conc 1 to-be conc 0,1
Citrate pH 5,5 Unit M conc 1 to-be conc 0,1
MES pH 6 Unit M conc 1 to-be conc 0,1
HEPES pH 6,4 Unit M conc 1 to-be conc 0,1
HEPES pH 7 Unit M conc 1 to-be conc 0,1
Bicine pH 9 Unit M conc 1 to-be conc 0,1
Unit conc 2 to-be conc
Unit conc 2 to-be conc
(NH4)2SO4 Unit M conc 4 start conc 1,5 end conc 3
Citrate pH 3 Unit M conc 1 to-be conc 0,1
Citrate pH 3,5 Unit M conc 1 to-be conc 0,1
Citrate pH 4 Unit M conc 0,95 to-be conc 0,1
Citrate pH 4,5 Unit M conc 1 to-be conc 0,1
Citrate pH 5 Unit M conc 1 to-be conc 0,1
Citrate pH 5,5 Unit M conc 1 to-be conc 0,1
Unit M conc 2 to-be conc 0,1
Unit conc 100 to-be conc






Buffer 1 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 2 Citrate pH 5,5 Unit M conc 1 to-be conc 0,11
Buffer 3 Citrate pH 6 Unit M conc 0,95 to-be conc 0,12
Buffer 4 MES pH 6 Unit M conc 1 to-be conc 0,13
Buffer 5 MES pH 6,5 Unit M conc 1 to-be conc 0,14
Buffer 6 HEPES pH 6,4 Unit M conc 1 to-be conc 0,15
Salt Unit conc 2 to-be conc
Precipitant 1 Unit conc 2 to-be conc
Precipitant 2 AmSulf Unit M conc 3,95 start conc 2 end conc 1
A7-H12
Buffer 1 HEPES pH 7 Unit M conc 1 to-be conc 0,05
Buffer 2 HEPES pH 7,5 Unit M conc 1,2 to-be conc 0,06
Buffer 3 Tris pH 8 Unit M conc 0,8 to-be conc 0,07
Buffer 4 Tris pH 8,5 Unit M conc 2 to-be conc 0,08
Buffer 5 BICINE pH 9 Unit M conc 1 to-be conc 0,09
Buffer 6 BICINE pH 9,5 Unit M conc 1 to-be conc 0,1
Salt Unit conc 2 to-be conc
Precipitant 1 Unit conc 100 to-be conc






Buffer 1 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 2 Citrate pH 5,5 Unit M conc 1 to-be conc 0,1
Buffer 3 MES pH 6,5 Unit M conc 0,95 to-be conc 0,1
Buffer 4 MES pH 6 Unit M conc 1 to-be conc 0,1
Buffer 5 HEPES pH 6,4 Unit M conc 1 to-be conc 0,1
Buffer 6 HEPES pH 7 Unit M conc 1 to-be conc 0,1
Salt Unit conc 10 to-be conc
Precipitant 1 Unit conc 10 to-be conc
Precipitant 2 AS Unit M conc 4 start conc 1,5 end conc 1,12
A7-H12
Buffer 1 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 2 Citrate pH 5,5 Unit M conc 1,2 to-be conc 0,1
Buffer 3 MES pH 6,5 Unit M conc 0,8 to-be conc 0,1
Buffer 4 MES pH 6 Unit M conc 2 to-be conc 0,1
Buffer 5 HEPES pH 6,4 Unit M conc 1 to-be conc 0,1
Buffer 6 HEPES pH 7 Unit M conc 1 to-be conc 0,1
Salt Unit conc 2 to-be conc
Precipitant 1 Unit conc 100 to-be conc





Buffer Citrate pH 5 Unit M conc 1 to-be conc 0,1
Salt Unit conc 1 to-be conc
Salt 2 Unit conc 1 to-be conc
Precipitant 1 PEG 1000 Unit %w/v conc 50 Startconc 5 Endconc 10
Precipitant 2 PEG 1000 Unit %w/v conc 50 Startconc 10,5 Endconc 15
Precipitant 3 PEG 1000 Unit %w/v conc 50 Startconc 15,5 Endconc 20
Precipitant 4 PEG 3350 Unit %w/v conc 50 Startconc 5 Endconc 10
Precipitant 5 PEG 3350 Unit %w/v conc 50 Startconc 10,5 Endconc 15
Precipitant 6 PEG 3350 Unit %w/v conc 50 Startconc 15,5 Endconc 20
Precipitant 7 PEG 4000 Unit %w/v conc 50 Startconc 5 Endconc 10
Precipitant 8 PEG 4000 Unit %w/v conc 50 Startconc 10,5 Endconc 15
Precipitant 9 PEG 4000 Unit %w/v conc 50 Startconc 15,1 Endconc 20
Precipitant 10 PEG 6000 Unit %w/v conc 50 Startconc 5 Endconc 10
Precipitant 11 PEG 6000 Unit %w/v conc 50 Startconc 10,5 Endconc 15





Citrate pH 3,5 Unit M conc 1 to-be conc 0,1
Citrate pH 4,5 Unit M conc 1 to-be conc 0,1
Citrate pH 5 Unit M conc 1 to-be conc 0,1
Citrate pH 5,5 Unit M conc 1 to-be conc 0,1
MES pH 6 Unit M conc 1 to-be conc 0,1
MES pH 6,4 Unit M conc 1 to-be conc 0,1
Unit conc 2 to-be conc
Unit conc 2 to-be conc
PEG 3350 Unit %w/v conc 50 start conc 12 end conc 15,8
Citrate pH 3,5 Unit M conc 1 to-be conc 0,1
Citrate pH 4,5 Unit M conc 1 to-be conc 0,1
Citrate pH 5 Unit M conc 1 to-be conc 0,1
Citrate pH 5,5 Unit M conc 1 to-be conc 0,1
MES pH 6 Unit M conc 1 to-be conc 0,1
MES pH 6,4 Unit M conc 1 to-be conc 0,1
Unit conc 2 to-be conc
Unit conc 2 to-be conc






Buffer 1 Citrate pH 4,5 Unit M conc 1 to-be conc 0,1
Buffer 2 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 3 Citrate pH 5,5 Unit M conc 1 to-be conc 0,1
Buffer 4 MES pH 6 Unit M conc 1 to-be conc 0,1
Salt 0 Unit 0 conc 2 to-be conc 0
Precipitant 1 0 Unit 0 conc 2 to-be conc 0
Precipitant 2 PEG 3350 Unit % conc 50 start conc 2 end conc 20
E1-H6
Buffer 1 Citrate pH 5,5 Unit M conc 1 to-be conc 0,1
Buffer 2 MES pH 6 Unit M conc 1 to-be conc 0,1
Buffer 3 HEPES pH 6,4 Unit M conc 1 to-be conc 0,1
Buffer 4 HEPES pH 7 Unit M conc 1 to-be conc 0,1
Salt 0 Unit 0 conc 2 to-be conc 0,2
Precipitant 1 0 Unit 0 conc 1 to-be conc 0,1








Buffer 1 Citrate pH 4,5 Unit M conc 1 to-be conc 0,1
Buffer 2 Citrate pH 4,5 Unit M conc 1 to-be conc 0,1
Buffer 3 Citrate pH 4,5 Unit M conc 1 to-be conc 0,1
Buffer 4 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 5 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 6 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Salt Na2HPO4 Unit M conc 1 to-be conc 0,01
Precipitant 1 Unit conc 1 to-be conc
Precipitant 2 PEG 3350 Unit %v/v conc 50 start conc 12 end conc 20
A7-H12
Buffer 1 Citrate pH 4,5 Unit M conc 1 to-be conc 0,1
Buffer 2 Citrate pH 4,5 Unit M conc 1 to-be conc 0,1
Buffer 3 Citrate pH 4,5 Unit M conc 1 to-be conc 0,1
Buffer 4 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 5 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Buffer 6 Citrate pH 5 Unit M conc 1 to-be conc 0,1
Salt Unit conc 2 to-be conc
Precipitant 1 Unit conc 100 to-be conc
Precipitant 2 PEG 3350 Unit %v/v conc 50 start conc 12 end conc 20
